and malate dehydrogenase) of egg-laying females (n = 26) extracted from the roots. Configuration of the perineal patterns, morphometrics of body, stylet, and tail length of J2 and the esterase phenotype (EST = J3), which is species-specific and malate phenotype (MDH = N1) are consistent with those reported in the original description of M. javanica and many other populations of this nematode species collected in Florida and other countries (Esbenshade and Triantaphyllou, 1985; Jepson, 1987; Brito et al., 2008) . For molecular analyses, DNA was extracted from individual females and mitochondrial DNA was amplified with MORF (5¢-ATC GGG GTT TAA TAA TGG G-3¢) and MTHIS (5¢-AAA TTC AAT TGA AAT TAA TAG C-3¢) primer set (Stanton et al., 1997) . A fragment of approximately 740 bp was produced, which has been reported for M. incognita and M. javanica found in Florida (Baidoo et al., 2016) . To further confirm the species identification we use the species-specific SCAR primer set Fjav (5¢-GGT GCG CGA TTG AAC TGA GC-3¢) and Rjav (5¢-CAG GCC CTT CAG TGG AAC TAT AC-3¢) (Zijlstra et al., 2000) . This primer set yield a fragment of approximately 670 bp, which is identical to that previously reported for M. javanica (Zijlstra et al., 2000; Baidoo et al., 2016) . Additionally, NADH dehydrogenase subunit 5 gene was amplified using NAD5F2 (5¢-TAT TTT TTG TTT GAG ATA TAT First Report of the Root-Knot Nematode (Meloidogyne javanica) Infecting Hops (Humulus lupulus) in Florida, USA TAG-3¢) and NAD5R1 (5¢-CGTGAATCTTGATTTTC-CATTTTT-3¢) primers as described by Janssen et al. (2016) . The GenBank accession number of the nad5 gene sequence of M. javanica found infecting hops in Florida is MH230176. The obtained nad5 gene sequence was identical to the reference sequence of M. javanica provided by Janssen et al. (2016) . To our knowledge, this is the first report of H. lupulus as a host of the Javanese root-knot nematode (M. javanica) in Florida. 
